: All positional candidate genes within the GWAS identified region (2.1-4.5 Mb). An additional 500 Kb were added to each end of the window to ensure no plausible candidate genes were missed. Genes were identified based on the NCBI annotation of EquCab3.0 and ontologies were identified using PANTHER.24 A "-" symbolizes that no information of that type exists for the transcript. Ontology information is based off of the homo sapiens reference as equine specific data was unavailable for the majority of the genes identified. GTPase activity(GO:0003924);pro tein binding(GO:0005515) G-protein coupled receptor signaling pathway(GO:0007186);I-kappaB kinase/NF-kappaB signaling(GO:0007249);MAPK cascade(GO:0000165);cell adhesion(GO:0007155);cell surface receptor signaling pathway(GO:0007166);chemical synaptic transmission(GO:0007268);intracellu lar protein transport(GO:0006886);nervous system small GTPase(PC00208) process(GO:0050877);receptormediated endocytosis(GO:0006898) SLC39A3 chaperone-mediated protein folding(GO:0061077);positive regulation of cellular process(GO:0048522);posttranslatio nal protein targeting to endoplasmic reticulum membrane(GO:0006620);protein ubiquitination(GO:0016567);ubiquiti n-dependent ERAD pathway(GO:0030433) -THOP1 ameboidal-type cell migration(GO:0001667);animal organ development(GO:0048513);axon extension(GO:0048675);axon guidance(GO:0007411);cell surface receptor signaling pathway(GO:0007166);negative regulation of cell growth(GO:0030308);negative regulation of neuron projection development(GO:0010977);negative regulation of response to external stimulus(GO:0032102);positive regulation of cell migration(GO:0030335);regulation of axonogenesis(GO:0050770);regulatio n of cell size(GO:0008361);regulation of chemotaxis(GO:0050920);tissue development(GO:0009888) 
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